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Supplementary Table S3. GO enrichment
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Compone

nt

GO:00444

22
3 organelle part 0.025252

cds.CL83C

ontig1_m.

15259

PREDICTE

D: tubulin

alpha

chain

[Ziziphus

jujuba]

0.663 Down 0.0002 49.677 103.8 32 12 24 2 1.164 1.213 1.213 0.788 0.835 0.757

Cellular

Compone

nt

GO:00444

22
3 organelle part 0.025252

cds.Camell

ia_sinensis

.comp301

46_c0_seq

1_m.2163

4

PREDICTE

D: nuclear

pore

complex

protein

NUP50A

[Theobro

ma cacao]

0.612 Down 0.000323 44.255 6.2386 12.8 4 4 4 1.311 1.197 1.167 0.75 0.718 0.78



Cellular

Compone

nt

GO:00444

22
3 organelle part 0.025252

cds.Camell

ia_sinensis

.comp309

91_c1_seq

6_m.4194

0

PREDICTE

D: HMG-Y-

related

protein A-

like

[Raphanus

sativus]

0.651 Down 0.00018 19.574 49.648 32.3 6 14 1 1.251 1.197 1.148 0.771 0.811 0.758

Cellular

Compone

nt

GO:00444

22
3 organelle part 0.025252

cds.Camell

ia_sinensis

.comp254

42_c0_seq

1_m.4079

8

PREDICTE

D: 40S

ribosomal

protein

S15

[Ricinus

communis

]

0.649 Down 0.00318 17.202 10.646 19.2 2 5 1 1.215 1.125 1.264 0.756 0.871 0.713

Cellular

Compone

nt

GO:00444

22
3 organelle part 0.025252

cds.Camell

ia_sinensis

.comp199

29_c0_seq

1_m.3134

7

PREDICTE

D: clathrin

light chain

1-like

[Capsicum

annuum]

0.595 Down 1.87E-05 37.317 14.334 9.5 3 3 2 1.269 1.241 1.205 0.735 0.758 0.719

Cellular

Compone

nt

GO:00719

44
4 cell periphery 0.037305

cds.Camell

ia_sinensis

.comp730

6_c0_seq1

_m.21311

PREDICTE

D:

pectineste

rase-like

[Gossypiu

m

hirsutum]

0.662 Down 4.3E-06 56.944 99.605 20.4 8 22 8 1.19 1.181 1.217 0.809 0.786 0.78

Cellular

Compone

nt

GO:00719

44
4 cell periphery 0.037305

cds.Camell

ia_sinensis

.comp264

19_c0_seq

1_m.1990

8

PREDICTE

D:

probable

xyloglucan

endotrans

glucosylas

e/hydrolas

e protein

6 [Juglans

regia]

0.573 Down 5.66E-05 32.893 26.298 26.8 8 11 6 1.24 1.256 1.279 0.758 0.72 0.685

Cellular

Compone

nt

GO:00719

44
4 cell periphery 0.037305

cds.Camell

ia_sinensis

.comp199

29_c0_seq

1_m.3134

7

PREDICTE

D: clathrin

light chain

1-like

[Capsicum

annuum]

0.595 Down 1.87E-05 37.317 14.334 9.5 3 3 2 1.269 1.241 1.205 0.735 0.758 0.719

Molecular

Function

GO:00038

55
6 3-dehydroquinate dehydratase activity 0.001751

cds.Camell

ia_sinensis

.comp284

45_c0_seq

1_m.1816

3

"PREDICTE

D:

bifunction

al 3-

dehydroq

uinate

dehydrata

se/shikima

te

dehydroge

nase,

chloroplas

tic [Vitis

vinifera]"

0.422 Down 1.75E-05 56.806 13.472 8.6 5 7 4 1.421 1.362 1.341 0.547 0.603 0.591

Molecular

Function

GO:00038

55
6 3-dehydroquinate dehydratase activity 0.001751

cds.Camell

ia_sinensis

.comp124

41_c0_seq

1_m.1415

4

"PREDICTE

D:

bifunction

al 3-

dehydroq

uinate

dehydrata

se/shikima

te

dehydroge

nase,

chloroplas

tic [Vitis

vinifera]"

0.557 Down 1.48E-06 58.235 113.88 32.7 17 30 16 1.237 1.275 1.282 0.707 0.716 0.69

Molecular

Function

GO:00038

49
5

3-deoxy-7-phosphoheptulonate synthase

activity
0.001751

cds.Camell

ia_sinensis

.comp300

57_c1_seq

2_m.5078

5

"PREDICTE

D:

phospho-

2-

dehydro-

3-

deoxyhept

onate

aldolase 1,

chloroplas

tic-like

[Malus

domestica

]"

0.492 Down 3.57E-05 19.615 40.349 26.9 4 8 4 1.335 1.244 1.382 0.642 0.668 0.639

Molecular

Function

GO:00038

49
5

3-deoxy-7-phosphoheptulonate synthase

activity
0.001751

cds.Camell

ia_sinensis

.comp300

57_c0_seq

1_m.2930

1

2-

dehydro-

3-

deoxyphos

phohepto

nate

aldolase

family

protein

[Populus

trichocarp

a]

0.521 Down 0.000523 43.241 36.368 32.1 13 31 7 1.294 1.258 1.324 0.676 0.671 0.673

Molecular

Function

GO:00047

64
6 shikimate 3-dehydrogenase (NADP+) activity 0.001751

cds.Camell

ia_sinensis

.comp284

45_c0_seq

1_m.1816

3

"PREDICTE

D:

bifunction

al 3-

dehydroq

uinate

dehydrata

se/shikima

te

dehydroge

nase,

chloroplas

tic [Vitis

vinifera]"

0.422 Down 1.75E-05 56.806 13.472 8.6 5 7 4 1.421 1.362 1.341 0.547 0.603 0.591

Molecular

Function

GO:00047

64
6 shikimate 3-dehydrogenase (NADP+) activity 0.001751

cds.Camell

ia_sinensis

.comp124

41_c0_seq

1_m.1415

4

"PREDICTE

D:

bifunction

al 3-

dehydroq

uinate

dehydrata

se/shikima

te

dehydroge

nase,

chloroplas

tic [Vitis

vinifera]"

0.557 Down 1.48E-06 58.235 113.88 32.7 17 30 16 1.237 1.275 1.282 0.707 0.716 0.69

Molecular

Function

GO:00167

46
4 transferase activity, transferring acyl groups 0.003686

cds.Camell

ia_sinensis

.comp287

04_c0_seq

1_m.2347

1

PREDICTE

D: BAHD

acyltransfe

rase DCR

[Nicotiana

attenuata]

0.462 Down 6.9E-07 49.995 46.095 13.4 5 6 5 1.335 1.368 1.341 0.636 0.605 0.629

Molecular

Function

GO:00167

46
4 transferase activity, transferring acyl groups 0.003686

cds.Camell

ia_sinensis

.comp241

64_c0_seq

1_m.2590

7

PREDICTE

D: protein

ECERIFER

UM 26

[Vitis

vinifera]

0.557 Down 0.001556 49.78 18.322 13.3 5 8 5 1.223 1.255 1.319 0.68 0.807 0.629



Molecular

Function

GO:00167

46
4 transferase activity, transferring acyl groups 0.003686

cds.Camell

ia_sinensis

.comp163

73_c0_seq

1_m.5133

0

PREDICTE

D:

chalcone

synthase

[Pyrus x

bretschnei

deri]

0.391 Down 6.01E-05 19.938 47.804 46.6 6 27 1 1.467 1.452 1.298 0.561 0.511 0.575

Molecular

Function

GO:00167

46
4 transferase activity, transferring acyl groups 0.003686

cds.Camell

ia_sinensis

.comp273

50_c0_seq

1_m.2426

0

PREDICTE

D:

chalcone

synthase 1

[Juglans

regia]

0.35 Down 2.17E-05 48.966 67.923 32.2 11 35 2 1.518 1.391 1.424 0.472 0.54 0.506

Molecular

Function

GO:00167

46
4 transferase activity, transferring acyl groups 0.003686

cds.Camell

ia_sinensis

.comp242

98_c0_seq

1_m.2322

9

PREDICTE

D: 3-

ketoacyl-

CoA

synthase 6

[Sesamum

indicum]

0.213 Down 0.006598 56.181 4.7365 4.4 2 3 2 1.558 1.615 1.613 0.265 0.345 0.41

Molecular

Function

GO:00167

46
4 transferase activity, transferring acyl groups 0.003686

cds.Camell

ia_sinensis

.comp412

74_c0_seq

1_m.2713

5

PREDICTE

D: omega-

hydroxypa

lmitate O-

feruloyl

transferas

e [Vitis

vinifera]

0.534 Down 5.93E-05 50.195 15.876 13.3 6 10 6 1.296 1.24 1.31 0.678 0.725 0.652

Molecular

Function

GO:00168

41
5 ammonia-lyase activity 0.008343

cds.Camell

ia_sinensis

.comp248

18_c0_seq

1_m.2820

0

PREDICTE

D:

phenylala

nine

ammonia-

lyase 1

[Daucus

carota

subsp.

sativus]

0.48 Down 2.07E-05 45.753 19.992 40.3 16 32 7 1.376 1.315 1.268 0.616 0.661 0.625

Molecular

Function

GO:00168

41
5 ammonia-lyase activity 0.008343

cds.Camell

ia_sinensis

.comp323

04_c0_seq

3_m.1122

5

PREDICTE

D:

phenylala

nine

ammonia-

lyase [Vitis

vinifera]

0.417 Down 1.92E-07 77.077 118.08 37.8 25 54 6 1.375 1.378 1.392 0.561 0.579 0.587

Molecular

Function

GO:00200

37
5 heme binding 0.01063

cds.Camell

ia_sinensis

.comp349

96_c0_seq

1_m.1909

7

flavonoid

3'

hydroxylas

e [Vitis

vinifera]

0.538 Down 2.09E-06 57.059 17.251 19.1 9 14 9 1.248 1.29 1.269 0.668 0.678 0.703

Molecular

Function

GO:00200

37
5 heme binding 0.01063

cds.Camell

ia_sinensis

.comp281

42_c0_seq

1_m.1807

6

PREDICTE

D: trans-

cinnamate

4-

monooxyg

enase

[Jatropha

curcas]

0.578 Down 1.1E-06 60.624 61.458 26.1 13 20 13 1.245 1.257 1.245 0.711 0.741 0.714

Molecular

Function

GO:00200

37
5 heme binding 0.01063

cds.Camell

ia_sinensis

.comp249

56_c0_seq

1_m.2329

4

PREDICTE

D:

peroxidas

e 42

[Eucalyptu

s grandis]

0.609 Down 2.14E-05 37.589 27.808 24 6 6 6 1.202 1.251 1.235 0.749 0.773 0.725

Molecular

Function

GO:00200

37
5 heme binding 0.01063

cds.Camell

ia_sinensis

.comp314

51_c0_seq

1_m.1850

0

PREDICTE

D:

cytochrom

e P450

86B1-like

[Sesamum

indicum]

0.487 Down 0.000742 57.848 5.5293 6.8 3 3 3 1.404 1.26 1.295 0.609 0.584 0.735

Molecular

Function

GO:00200

37
5 heme binding 0.01063

cds.Camell

ia_sinensis

.comp350

44_c0_seq

1_m.4442

6

PREDICTE

D:

cytochrom

e b5 [Vitis

vinifera]

0.584 Down 0.000804 17.783 29.766 39.6 4 8 4 1.317 1.204 1.242 0.773 0.657 0.768

Molecular

Function

GO:00200

37
5 heme binding 0.01063

cds.Camell

ia_sinensis

.comp261

37_c0_seq

1_m.1402

9

"PREDICTE

D:

flavonoid

3',5'-

hydroxylas

e 2-like

[Jatropha

curcas]"

0.479 Down 0.000165 57.074 16.113 17.6 8 10 8 1.242 1.363 1.379 0.639 0.682 0.588

Molecular

Function

GO:00168

35
4 carbon-oxygen lyase activity 0.013102

cds.Camell

ia_sinensis

.comp284

45_c0_seq

1_m.1816

3

"PREDICTE

D:

bifunction

al 3-

dehydroq

uinate

dehydrata

se/shikima

te

dehydroge

nase,

chloroplas

tic [Vitis

vinifera]"

0.422 Down 1.75E-05 56.806 13.472 8.6 5 7 4 1.421 1.362 1.341 0.547 0.603 0.591

Molecular

Function

GO:00168

35
4 carbon-oxygen lyase activity 0.013102

cds.Camell

ia_sinensis

.comp325

92_c3_seq

4_m.2922

2

"PREDICTE

D:

arogenate

dehydrata

se 3,

chloroplas

tic [Vitis

vinifera]"

0.583 Down 0.003784 45.948 3.0291 4.3 2 2 1 1.331 1.137 1.271 0.663 0.842 0.675

Molecular

Function

GO:00168

35
4 carbon-oxygen lyase activity 0.013102

cds.Camell

ia_sinensis

.comp124

41_c0_seq

1_m.1415

4

"PREDICTE

D:

bifunction

al 3-

dehydroq

uinate

dehydrata

se/shikima

te

dehydroge

nase,

chloroplas

tic [Vitis

vinifera]"

0.557 Down 1.48E-06 58.235 113.88 32.7 17 30 16 1.237 1.275 1.282 0.707 0.716 0.69

Molecular

Function

GO:00168

35
4 carbon-oxygen lyase activity 0.013102

cds.Camell

ia_sinensis

.comp337

76_c0_seq

1_m.1925

2

PREDICTE

D: (-)-

alpha-

terpineol

synthase

[Vitis

vinifera]

0.505 Down 2.15E-05 70.02 47.141 12.2 7 10 7 1.351 1.265 1.304 0.639 0.691 0.651

Molecular

Function

GO:00469

06
4 tetrapyrrole binding 0.013468

cds.Camell

ia_sinensis

.comp349

96_c0_seq

1_m.1909

7

flavonoid

3'

hydroxylas

e [Vitis

vinifera]

0.538 Down 2.09E-06 57.059 17.251 19.1 9 14 9 1.248 1.29 1.269 0.668 0.678 0.703



Molecular

Function

GO:00469

06
4 tetrapyrrole binding 0.013468

cds.Camell

ia_sinensis

.comp281

42_c0_seq

1_m.1807

6

PREDICTE

D: trans-

cinnamate

4-

monooxyg

enase

[Jatropha

curcas]

0.578 Down 1.1E-06 60.624 61.458 26.1 13 20 13 1.245 1.257 1.245 0.711 0.741 0.714

Molecular

Function

GO:00469

06
4 tetrapyrrole binding 0.013468

cds.Camell

ia_sinensis

.comp249

56_c0_seq

1_m.2329

4

PREDICTE

D:

peroxidas

e 42

[Eucalyptu

s grandis]

0.609 Down 2.14E-05 37.589 27.808 24 6 6 6 1.202 1.251 1.235 0.749 0.773 0.725

Molecular

Function

GO:00469

06
4 tetrapyrrole binding 0.013468

cds.Camell

ia_sinensis

.comp314

51_c0_seq

1_m.1850

0

PREDICTE

D:

cytochrom

e P450

86B1-like

[Sesamum

indicum]

0.487 Down 0.000742 57.848 5.5293 6.8 3 3 3 1.404 1.26 1.295 0.609 0.584 0.735

Molecular

Function

GO:00469

06
4 tetrapyrrole binding 0.013468

cds.Camell

ia_sinensis

.comp350

44_c0_seq

1_m.4442

6

PREDICTE

D:

cytochrom

e b5 [Vitis

vinifera]

0.584 Down 0.000804 17.783 29.766 39.6 4 8 4 1.317 1.204 1.242 0.773 0.657 0.768

Molecular

Function

GO:00469

06
4 tetrapyrrole binding 0.013468

cds.Camell

ia_sinensis

.comp261

37_c0_seq

1_m.1402

9

"PREDICTE

D:

flavonoid

3',5'-

hydroxylas

e 2-like

[Jatropha

curcas]"

0.479 Down 0.000165 57.074 16.113 17.6 8 10 8 1.242 1.363 1.379 0.639 0.682 0.588

Biological

Process

GO:00065

58
11 L-phenylalanine metabolic process 0.0004

cds.Camell

ia_sinensis

.comp248

18_c0_seq

1_m.2820

0

PREDICTE

D:

phenylala

nine

ammonia-

lyase 1

[Daucus

carota

subsp.

sativus]

0.48 Down 2.07E-05 45.753 19.992 40.3 16 32 7 1.376 1.315 1.268 0.616 0.661 0.625

Biological

Process

GO:00065

58
11 L-phenylalanine metabolic process 0.0004

cds.Camell

ia_sinensis

.comp325

92_c3_seq

4_m.2922

2

"PREDICTE

D:

arogenate

dehydrata

se 3,

chloroplas

tic [Vitis

vinifera]"

0.583 Down 0.003784 45.948 3.0291 4.3 2 2 1 1.331 1.137 1.271 0.663 0.842 0.675

Biological

Process

GO:00065

58
11 L-phenylalanine metabolic process 0.0004

cds.Camell

ia_sinensis

.comp323

04_c0_seq

3_m.1122

5

PREDICTE

D:

phenylala

nine

ammonia-

lyase [Vitis

vinifera]

0.417 Down 1.92E-07 77.077 118.08 37.8 25 54 6 1.375 1.378 1.392 0.561 0.579 0.587

Biological

Process

GO:19022

21
10

erythrose 4-phosphate/phosphoenolpyruvate

family amino acid metabolic process
0.0004

cds.Camell

ia_sinensis

.comp248

18_c0_seq

1_m.2820

0

PREDICTE

D:

phenylala

nine

ammonia-

lyase 1

[Daucus

carota

subsp.

sativus]

0.48 Down 2.07E-05 45.753 19.992 40.3 16 32 7 1.376 1.315 1.268 0.616 0.661 0.625

Biological

Process

GO:19022

21
10

erythrose 4-phosphate/phosphoenolpyruvate

family amino acid metabolic process
0.0004

cds.Camell

ia_sinensis

.comp325

92_c3_seq

4_m.2922

2

"PREDICTE

D:

arogenate

dehydrata

se 3,

chloroplas

tic [Vitis

vinifera]"

0.583 Down 0.003784 45.948 3.0291 4.3 2 2 1 1.331 1.137 1.271 0.663 0.842 0.675

Biological

Process

GO:19022

21
10

erythrose 4-phosphate/phosphoenolpyruvate

family amino acid metabolic process
0.0004

cds.Camell

ia_sinensis

.comp323

04_c0_seq

3_m.1122

5

PREDICTE

D:

phenylala

nine

ammonia-

lyase [Vitis

vinifera]

0.417 Down 1.92E-07 77.077 118.08 37.8 25 54 6 1.375 1.378 1.392 0.561 0.579 0.587

Biological

Process

GO:00090

72
9 aromatic amino acid family metabolic process 0.000631

cds.Camell

ia_sinensis

.comp248

18_c0_seq

1_m.2820

0

PREDICTE

D:

phenylala

nine

ammonia-

lyase 1

[Daucus

carota

subsp.

sativus]

0.48 Down 2.07E-05 45.753 19.992 40.3 16 32 7 1.376 1.315 1.268 0.616 0.661 0.625

Biological

Process

GO:00090

72
9 aromatic amino acid family metabolic process 0.000631

cds.Camell

ia_sinensis

.comp300

57_c1_seq

2_m.5078

5

"PREDICTE

D:

phospho-

2-

dehydro-

3-

deoxyhept

onate

aldolase 1,

chloroplas

tic-like

[Malus

domestica

]"

0.492 Down 3.57E-05 19.615 40.349 26.9 4 8 4 1.335 1.244 1.382 0.642 0.668 0.639

Biological

Process

GO:00090

72
9 aromatic amino acid family metabolic process 0.000631

cds.Camell

ia_sinensis

.comp325

92_c3_seq

4_m.2922

2

"PREDICTE

D:

arogenate

dehydrata

se 3,

chloroplas

tic [Vitis

vinifera]"

0.583 Down 0.003784 45.948 3.0291 4.3 2 2 1 1.331 1.137 1.271 0.663 0.842 0.675

Biological

Process

GO:00090

72
9 aromatic amino acid family metabolic process 0.000631

cds.Camell

ia_sinensis

.comp300

57_c0_seq

1_m.2930

1

2-

dehydro-

3-

deoxyphos

phohepto

nate

aldolase

family

protein

[Populus

trichocarp

a]

0.521 Down 0.000523 43.241 36.368 32.1 13 31 7 1.294 1.258 1.324 0.676 0.671 0.673

Biological

Process

GO:00090

72
9 aromatic amino acid family metabolic process 0.000631

cds.Camell

ia_sinensis

.comp323

04_c0_seq

3_m.1122

5

PREDICTE

D:

phenylala

nine

ammonia-

lyase [Vitis

vinifera]

0.417 Down 1.92E-07 77.077 118.08 37.8 25 54 6 1.375 1.378 1.392 0.561 0.579 0.587



Biological

Process

GO:19022

22
11

erythrose 4-phosphate/phosphoenolpyruvate

family amino acid catabolic process
0.005163

cds.Camell

ia_sinensis

.comp248

18_c0_seq

1_m.2820

0

PREDICTE

D:

phenylala

nine

ammonia-

lyase 1

[Daucus

carota

subsp.

sativus]

0.48 Down 2.07E-05 45.753 19.992 40.3 16 32 7 1.376 1.315 1.268 0.616 0.661 0.625

Biological

Process

GO:19022

22
11

erythrose 4-phosphate/phosphoenolpyruvate

family amino acid catabolic process
0.005163

cds.Camell

ia_sinensis

.comp323

04_c0_seq

3_m.1122

5

PREDICTE

D:

phenylala

nine

ammonia-

lyase [Vitis

vinifera]

0.417 Down 1.92E-07 77.077 118.08 37.8 25 54 6 1.375 1.378 1.392 0.561 0.579 0.587

Biological

Process

GO:00065

59
12 L-phenylalanine catabolic process 0.005163

cds.Camell

ia_sinensis

.comp248

18_c0_seq

1_m.2820

0

PREDICTE

D:

phenylala

nine

ammonia-

lyase 1

[Daucus

carota

subsp.

sativus]

0.48 Down 2.07E-05 45.753 19.992 40.3 16 32 7 1.376 1.315 1.268 0.616 0.661 0.625

Biological

Process

GO:00065

59
12 L-phenylalanine catabolic process 0.005163

cds.Camell

ia_sinensis

.comp323

04_c0_seq

3_m.1122

5

PREDICTE

D:

phenylala

nine

ammonia-

lyase [Vitis

vinifera]

0.417 Down 1.92E-07 77.077 118.08 37.8 25 54 6 1.375 1.378 1.392 0.561 0.579 0.587

Biological

Process

GO:00090

74
10 aromatic amino acid family catabolic process 0.007628

cds.Camell

ia_sinensis

.comp248

18_c0_seq

1_m.2820

0

PREDICTE

D:

phenylala

nine

ammonia-

lyase 1

[Daucus

carota

subsp.

sativus]

0.48 Down 2.07E-05 45.753 19.992 40.3 16 32 7 1.376 1.315 1.268 0.616 0.661 0.625

Biological

Process

GO:00090

74
10 aromatic amino acid family catabolic process 0.007628

cds.Camell

ia_sinensis

.comp323

04_c0_seq

3_m.1122

5

PREDICTE

D:

phenylala

nine

ammonia-

lyase [Vitis

vinifera]

0.417 Down 1.92E-07 77.077 118.08 37.8 25 54 6 1.375 1.378 1.392 0.561 0.579 0.587

Biological

Process

GO:00090

73
10

aromatic amino acid family biosynthetic

process
0.007766

cds.Camell

ia_sinensis

.comp300

57_c1_seq

2_m.5078

5

"PREDICTE

D:

phospho-

2-

dehydro-

3-

deoxyhept

onate

aldolase 1,

chloroplas

tic-like

[Malus

domestica

]"

0.492 Down 3.57E-05 19.615 40.349 26.9 4 8 4 1.335 1.244 1.382 0.642 0.668 0.639

Biological

Process

GO:00090

73
10

aromatic amino acid family biosynthetic

process
0.007766

cds.Camell

ia_sinensis

.comp325

92_c3_seq

4_m.2922

2

"PREDICTE

D:

arogenate

dehydrata

se 3,

chloroplas

tic [Vitis

vinifera]"

0.583 Down 0.003784 45.948 3.0291 4.3 2 2 1 1.331 1.137 1.271 0.663 0.842 0.675

Biological

Process

GO:00090

73
10

aromatic amino acid family biosynthetic

process
0.007766

cds.Camell

ia_sinensis

.comp300

57_c0_seq

1_m.2930

1

2-

dehydro-

3-

deoxyphos

phohepto

nate

aldolase

family

protein

[Populus

trichocarp

a]

0.521 Down 0.000523 43.241 36.368 32.1 13 31 7 1.294 1.258 1.324 0.676 0.671 0.673

Biological

Process

GO:00440

36
6 cell wall macromolecule metabolic process 0.013816

cds.Camell

ia_sinensis

.comp264

19_c0_seq

1_m.1990

8

PREDICTE

D:

probable

xyloglucan

endotrans

glucosylas

e/hydrolas

e protein

6 [Juglans

regia]

0.573 Down 5.66E-05 32.893 26.298 26.8 8 11 6 1.24 1.256 1.279 0.758 0.72 0.685

Biological

Process

GO:00440

36
6 cell wall macromolecule metabolic process 0.013816

cds.Camell

ia_sinensis

.comp345

86_c0_seq

4_m.3239

6

PREDICTE

D:

endochitin

ase PR4-

like

[Nelumbo

nucifera]

1.537 Up 0.000316 24.711 10.503 11.5 2 2 2 0.855 0.774 0.763 1.226 1.205 1.246

Biological

Process

GO:19015

65
5 organonitrogen compound catabolic process 0.021679

cds.Camell

ia_sinensis

.comp248

18_c0_seq

1_m.2820

0

PREDICTE

D:

phenylala

nine

ammonia-

lyase 1

[Daucus

carota

subsp.

sativus]

0.48 Down 2.07E-05 45.753 19.992 40.3 16 32 7 1.376 1.315 1.268 0.616 0.661 0.625

Biological

Process

GO:19015

65
5 organonitrogen compound catabolic process 0.021679

cds.Camell

ia_sinensis

.comp345

86_c0_seq

4_m.3239

6

PREDICTE

D:

endochitin

ase PR4-

like

[Nelumbo

nucifera]

1.537 Up 0.000316 24.711 10.503 11.5 2 2 2 0.855 0.774 0.763 1.226 1.205 1.246

Biological

Process

GO:19015

65
5 organonitrogen compound catabolic process 0.021679

cds.Camell

ia_sinensis

.comp323

04_c0_seq

3_m.1122

5

PREDICTE

D:

phenylala

nine

ammonia-

lyase [Vitis

vinifera]

0.417 Down 1.92E-07 77.077 118.08 37.8 25 54 6 1.375 1.378 1.392 0.561 0.579 0.587

Biological

Process

GO:19016

06
10 alpha-amino acid catabolic process 0.046652

cds.Camell

ia_sinensis

.comp248

18_c0_seq

1_m.2820

0

PREDICTE

D:

phenylala

nine

ammonia-

lyase 1

[Daucus

carota

subsp.

sativus]

0.48 Down 2.07E-05 45.753 19.992 40.3 16 32 7 1.376 1.315 1.268 0.616 0.661 0.625



Biological

Process

GO:19016

06
10 alpha-amino acid catabolic process 0.046652

cds.Camell

ia_sinensis

.comp323

04_c0_seq

3_m.1122

5

PREDICTE

D:

phenylala

nine

ammonia-

lyase [Vitis

vinifera]

0.417 Down 1.92E-07 77.077 118.08 37.8 25 54 6 1.375 1.378 1.392 0.561 0.579 0.587


